Figure S2, related to Figure 4
Gel filtration chromatogram at 4°C for L2867G RYR1 phosphorylation domain (Superdex 200, GE Healthcare). Inset: plot of molecular weight (logarithmic scale) versus elution volume. Blue dots indicate molecular weight standards, and the line corresponds to a linear fit of log(MW) versus elution volume. Both wild type and mutant behave as a monomer at 4°C. The mutated domain is thus able to fold at low temperatures. At room temperature, the purified domain precipitates gradually over time. A) Structure of the RYR2 phosphorylation domain, indicating three predicted CaM binding sites (orange). These stretches are also shown in Figure 6a . B) ITC between CaM and the RYR2 domain. C) ITC between FKBP12.6 and the RYR2 domain. In both cases, the heats are small and correspond to background heats due to dilution in buffer. 
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